Key indicators: single-crystal X-ray study; T = 273 K; mean (C-C) = 0.002 Å; R factor = 0.034; wR factor = 0.101; data-to-parameter ratio = 12.5.
Related literature
For applications and the biological activity of phenylhydrazine derivatives, see: Khan et al. (2013) ; Patel et al. (1984) ; Taha, Baharudin et al. (2013) ; ; Khan, Shah et al. (2012) ; . For structures of related compounds, see: Taha et al. (2012) ; Kargar et al. (2012) ; Zhang et al. (2008) . 
Data collection
Bruker SMART APEX CCD areadetector diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2000) T min = 0.944, T max = 0.983 4243 measured reflections 1327 independent reflections 1093 reflections with I > 2(I) R int = 0.016 Refinement R[F 2 > 2(F 2 )] = 0.034 wR(F 2 ) = 0.101 S = 1.06 1327 reflections 106 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.14 e Å À3 Á min = À0.12 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Data collection: SMART (Bruker, 2000) ; cell refinement: SAINT (Bruker, 2000) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL, PARST (Nardelli, 1995) and PLATON (Spek, 2009 Hydrazone derivatives constitute an important class of biologically active drugs (Khan, Shah et al., 2012) . In particular, heterocyclic compounds containing the hydrazone moiety are known to possess excellent activity against Mycobacterium tuberculosis H37Rv (Patel et al., 1984) . Recently the antioxidant, antiglycating, and antileishmanial activities of different hydrazine derivatives has also been reported by our group (Taha, Baharudin et al., 2013; Khan et al., 2013) .
The title compound ( Fig. 1 ) has crystallographically imposed centre of symmetry, the inversion centre lying midway along the N-N bond. Except for the methyl group, all non-hydrogen atoms in the asymmetric unit are coplanar with an r.m.s. deviation of 0.0095 Å. The carbon atom of the methyl group is displaced by 0.1806 (17) Å from this plane. All bond angles and lengths are found to be normal and similar to those observed in structurally related compounds Kargar et al., 2012; Zhang et al., 2008) . The molecular configuration is stabilized by a pair of intramolecular O2-H2···N1 hydrogen interactions generating S(6) graph-set ring motifs. The crystal structure is stabilized only by van der Waals contacts (Fig. 2) .
Experimental
The title compound was synthesized by refluxing a mixture of 2-hydroxy-5-methoxybenzaldehyde (2 mmol, 0.304 g) and hydrazine hydrate (55%, 2 ml) in methanol with a catalytical amount of acetic acid for 1 hour. After completion of the reaction, the solvent was evaporated by vacuum to afford the crude product which was further recrystallized in methanol to obtain needle-like crystals suitable for X-ray analysis (yield 88%, 0.524 g).
Refinement
H atoms were positioned geometrically with C-H = 0.93-0.96 Å and constrained to ride on their parent atoms with U iso (H) = 1.2U eq (C) or 1.5U eq (C) for methyl H atoms. A rotating group model was applied to the methyl group. The hydroxy H atom was located in a difference Fourier map and refined isotropically.
Computing details
Data collection: SMART (Bruker, 2000) ; cell refinement: SAINT (Bruker, 2000) ; data reduction: SAINT (Bruker, 2000) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication:
SHELXTL (Sheldrick, 2008) , PARST (Nardelli, 1995) and PLATON (Spek, 2009 The molecular structure of the title compound with displacement ellipsoids drawn at the 30% probability level.
Symmetry code: (A) -x, 1-y, 1-z.
Figure 2
Crystal packing of the title compound viewed down the a axis.
2,2′-[Hydrazine-1,2-diylidenebis(methan-1-yl-1-ylidene)]bis(4-methoxyphenol)
Crystal data Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 0.0529 (7) 0.0509 (7) 0.0647 (9) 0.0039 (5) −0.0051 (6) −0.0089 (6) C4 0.0528 (7) 0.0427 (6) 0.0597 (8) −0.0012 (5) −0.0049 (6) −0.0028 (5) C5 0.0524 (7) 0.0519 (7) 0.0711 (9) 0.0051 (5) −0.0038 (6) 0.0063 (6) C6 0.0591 (8) 0.0535 (7) 0.0654 (9) −0.0007 (6) −0.0010 (6) 0.0039 (6) C7 0.0942 (12) 0.0909 (12) 0.0679 (10) −0.0096 (9) 0.0087 (9) 0.0141 (8) C8 0.0549 (7) 0.0473 (7) 0.0666 (9) −0.0004 (5) −0.0045 (6) −0.0006 (6) Geometric parameters (Å, º) 
